To aid in the investigation of the Populus deltoides microbiome, we generated draft genome sequences for 21 Pseudomonas strains and 19 other diverse bacteria isolated from Populus deltoides roots. Genome sequences for isolates similar to Acidovorax, Bradyrhizobium, Brevibacillus, Caulobacter, Chryseobacterium, Flavobacterium, Herbaspirillum, Novosphingobium, Pantoea, Phyllobacterium, Polaromonas, Rhizobium, Sphingobium, and Variovorax were generated.
P
lant-microbe interactions within the rhizosphere have been shown to have important roles in plant health and productivity (1, 4, 8, 20) . As part of an ongoing effort to better understand the microbial communities associated with native Populus deltoides (Eastern cottonwood), we have under taken both cultivation-independent and cultivation-dependent assessments of microbial communities from the P. deltoides rhizosphere and endosphere (3, 5, 25) . Our goal is to understand the diversity of the Populus microbiome and to elucidate the metabolic and molecular mechanisms responsible for shaping Populus-microbe root interactions.
We sampled P. deltoides at sites along the Caney Fork River in central Tennessee and at the Yadkin River in North Carolina. These sites represent ecotypes and soil conditions that are common to this region. Approximately 1,100 diverse bacterial strains were collected to investigate phylogenetic and functional diversity. The isolates comprise 7 classes and 85 genera of bacteria, including Actinobacterium (14%), Bacillus (17%), Flavobacterium (6%), Sphingobacterium (3%), Alphaproteobacteria (22%), Betaproteobacteria (16%), and Gammaproteobacteria (22%). A number of our isolates were Pseudomonas species, which have considerable genetic and phenotypic variability and include pathogenic, biocontrol, and plant growth-promoting bacteria (14, 21) . Pseudomonads were also found to be one of the most common operational taxonomic units (OTUs) using direct rRNA gene sequencing of P. deltoides endosphere and rhizosphere samples (5). While representatives were chosen for genome sequencing based on overall phenotypic traits and phylogeny, a special emphasis was placed on sequencing P. fluorescens-like organisms. In all, 23 strains of Gammaproteobacteria, 5 of Betaproteobacteria, 8 of Alphaproteobacteria, 2 of Bacteroidetes, and 2 of Firmicutes were sequenced.
Paired-end DNA libraries with an average insert size of 500 bp were created and draft genome data were generated using Illumina (2) HiSeq2000 technology. CLC Genomics Workbench (version 4.7.1) and FASTQC (13) were applied to trim reads for quality sequence data. Trimmed Illumina data were assembled mostly using the CLC Genomics Workbench (version 4.9), although better assemblies for isolates AP49, BC25, CF314, GM16, and GM49 were generated with Velvet (version 1.2) (26). Draft genome sequences were annotated using the U.S. Department of Energy (DOE) Joint Genome Institute (JGI) integrated microbial genomes database and comparative analysis system (IMG) (15) , and contigs of 500 bp or greater were deposited at the National Center for Biotechnology Information GenBank database. The median value for the largest contig in each genome was 249,964 bp, and key attributes for the genome sequences are summarized in Table 1 .
Recently, a number of genome sequences for plant growthpromoting and biocontrol bacteria have been reported (6, 7, 9-12, 16-19, 22-24, and 27). The genome sequences reported in this study will facilitate comprehensive comparisons of bacteria involved in plant-microbe interactions.
Nucleotide sequence accession numbers. The nucleotide sequences have been deposited in DDBJ/EMBL/GenBank under the accession numbers provided in Table 1 , and the versions described in this paper are the first versions. The entire DNA sequence data set has been deposited in the National Center for Biotechnology Information (NCBI) Sequence Read Archive (SRA) database (accession number SRA050017). 
